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Abstract
The early stages of human lymphopoiesis are poorly characterized. Here 
Introduction
The immediate progeny of pluripotent hematopoietic stem cells is thought to correspond to common myeloid progenitors (CMPs) and common lymphoid progenitors (CLPs). CMPs are assumed to give rise to granulocytes and macrophages, as well as to the erythroid and megakaryocytic lineages, whereas CLPs are committed to generate either B lymphocytes (BLs) or T lymphocytes (TLs) and NK cells 1, 2 . Evidence for a primary segregation between CLPs and CMPs stems from in vivo transfer experiments in adult mice, where two populations of c-Kit (BM) were shown to selectively reconstitute either the lymphoid 3 or erythro-megakaryocytic and granulo-monocytic lineages 4 . Such dichotomous model of hematopoiesis remains however debated since there is also evidence that multi-lineage precursors co-express lymphoid as well as myeloerythroid genes [5] [6] [7] and that populations of early lymphoid progenitors (ELPs) retain some degree of multipotency [8] [9] [10] [11] . For example, AA4. Only few reports address the ontogenetic relationships of human early lymphoid progenitors which remain poorly characterized 22, 23 . glutamine, 1% antibiotics, 50 µM β-mercaptoethanol. Cultures were conducted for 4 to 6 days without media change in the presence of 50 ng/mL FL, with or without 50 ng/mL recombinant human thymic stromal lymphopoietin (TSLP; R&D Systems). . Because of the limited number of replicates, the local pooled error test (LPE) was used for this purpose 34 .
Micro-array sample preparation

Micro-array data analysis
Criteria used to consider genes as differentially expressed were: a fold change (FC) > 1.3, a raw p value < 0.05 according to the LPE test, an adjusted p value < 0.10 (false discovery rate < 10%) according to Benjamini and Hochberg's procedure for multiple comparison adjustment 35 , and a minimal average signal intensity for each considered probe sets above 70 in at least one of the two compared groups. To identify genes discriminating the three HPC populations, the classification analysis module of Array Miner 4.1 (Optimal Design, Brussels, Belgium), ClassMarker, was used.
For this purpose, the complete dataset of the 22283 probe sets obtained with the rma function of Affy package was introduced in ClassMarker, and filtered according to the following criteria: maximal threshold, 16000; minimal fold change, 2.0; minimal absolute change, 100. Filtered data (n = 3640
For personal use only. on September 24, 2017. by guest www.bloodjournal.org From probe sets) were subsequently introduced in a cross-validation analysis, and only probe sets with a signal to noise ratio > 2.00 were considered significantly associated with a cell population.
Results
Identification of UCB lymphoid progenitors according to CD45RA and CD7 expression levels
In order to compare the lymphoid potential of UCB CD34 Figure 6B ). As for UCB-isolated counterparts, in vitro-generated CD45RA hi CD7 + cells expressed higher NK cell than BL potential, and they displayed substantial TL potential in co-culture with OP9-DL1 cells ( Figure 6C 
